seul gène plusieurs étiquettes différentes peuvent être obtenues : celles qui correspondent aux deux extrémités de l'ADN complémentaire, aux ADN [31] . Less than 10 years later, the latest American map [79] which integrates the European [11] and Scandinavian [33] [53] .
To alleviate this problem, a process of 'normalisation' can be used. Its objective is to obtain a library in which all the cDNAs are present in approximately equal quantities. The principle is to submit the population of cDNAs to a process of denaturation followed by reassociation in such a way that the most abundant molecular species reassociate more rapidly and can be partly eliminated; in the remaining 'normalised' population, the number of copies of each of the more abundant species will have decreased by a factor of 1 000 to 10 000. To facilitate the reassociation kinetics, and thus to increase the effectiveness of the treatment, the size of cDNAs is usually reduced. In the approach developed by the [2, 3] and of the nematode C. elegans [95] [7] . Another project has been conducted by the University of Washington, financed by the Merck company [1, 43] . Among other species, to cite only a few, studies are proceeding on the nematode C. elegans [60, 95] , the model plant A. thaliana [28, 44, 66!, the pig [88, 97] In the subtraction method, the aim is to enrich the cDNA population in species specific to a particular tissue or cell type by eliminating sequences common to several tissues or cell types and thus non-specific. The population of cDNAs to be studied (target C DNA) is mixed with an excess of cDNA (driver) in which the specific sequences are absent, the mixture is submitted to a process of denaturation followed by reassociation, and the two-stranded species are separated from the single-stranded species which have not rehybridised by chromatography on a hydroxylapatite column. The molecular species specific to the target are found among the single-stranded nucleic acids (80!. [96] . One can then speak of eSTS (expressed STS !12!).
The ESTs obtained in the 3' non-coding region are valuable for this purpose because that region is less well conserved between species than the coding regions [59] which limits the possibilities of amplification of the DNA of the rodent (hamster or mouse). Furthermore, that region generally does not contain introns [41, 59] [63, 76!. This original approach has been well used by the group of Ballabio [15] . It consists of screening the dbEST database [21] 
